The GSH transferases are a family of enzymes exhibiting a number of catalytic activities, these include the conjugation of GSH with reactive electrophiles and the reduction of fatty acid hydroperoxides. In addition, these enzymes possess a high affinity for certain hydrophobic compounds such as haem, which are not themselves substrates.
Strong similarities exist between the GSH transferases of different mammalian species; for example the N-terminal peptide sequences of the human GSH transferase x subunit and GSH transferase subunit 7 have been shown to differ in only 2 out of the first 23 amino acids ( A h et a [., 1985) . GSH transferase 7-7 and IC are also related immunologically (Soma et al., 1986) and display similar substrate specificities. The similarities between the rat and human enzymes suggested the possibility of using a rat GSH transferase subunit 7 cDNA probe to detect corresponding human sequences; in fact a hybridizing species is detectable on Northern blot analysis of human placental RNA with "Plabelled subunit 7 cDNA (Pemble et al., 1986) .
In this communication, we report the screening of a human cosmid library of 200 000 independent colonies with a rat subunit 7 cDNA probe and the isolation of eight cross-hybridizing clones. Upon examination of the cosmid DNA by restriction mapping, it was apparent that only three different types were represented by the eight recombinants. Furthermore these cosmid types overlapped extensively, suggesting that a single locus was represented by all of the recombinants.
DNA sequence analysis of one of the cosmids, cosGSTrP5.1, permitted comparison of the human sequence with the rat GSH transferase subunit 7 gene (Okuda et al., 1987) . To date, sequence data have been obtained for exons 2,3,6 and 7, and it has been shown that the intron-exon arrangement is conserved between the rat and human genes, including the 5'-boundary of the second exon which is within the codon for the initiation methionine. Comparison of corresponding exons from the two genes revealed a homology of 80-90% in both their nucleotide and predicted amino acid sequences, however, DNA sequence homology does not extend for more than a few nucleotides into the introns of the two genes. It is also of interest that the amino acid sequence encoded by the second exon of the human gene is identical to the N-terminal sequence of GSH transferase x (see Fig. 1 ). Intron sequence is shown in lower-case letters and the exon appears in upper-case letters.
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The corresponding amino acid sequences show the presence of a valine in the human sequence in place of an isoleucine in the rat, this is in agreement with the N-terminal peptide sequence of GSH transferse n.
